Figure S1
A view of the subunit  TIM barrel from the SpTrpAB PDB structure (PDB id: 5KIN) (chain A) down the barrel axis (top) and the topology of the secondary structure elements (bottom). Helices are marked as cylinders and labeled H0-H8, β-strands are marked as arrows and labeled S1-S8. Residue ranges for the α-helices and β-strands are marked next to the cylinders and arrows. The disordered part of the structure is marked with dash line.
Figure S2
TrpA active site with key catalytic residues. The architecture of the catalytic apparatus in α2 is regenerated from the two protein chains, C (residues 1-59, yellow) and D (residues 60-258, green).
